Klebsiella pneumoniae is a multidrug-resistant bacterium causing many severe hospital-acquired infections. Here, we describe siphophage Sweeny that infects K. pneumoniae. Of its 78 predicted protein-encoding genes, a functional assignment was given to 36 of them. Sweeny is most closely related to T1-like phages at the protein level.
related to the Klebsiella phage Sushi (GenBank accession number KT001920), with 90% nucleotide identity and 73 similar proteins (20) . Of the 36 predicted proteins with an assigned function, 35 Sweeny proteins have BLASTp hits to phage T1 proteins (NCBI RefSeq accession number NC_005833). Similar to phage T1, Sweeny does not encode a DNA polymerase, indicating that replication of the genome is reliant on the host replication enzymes. In Sweeny, the pinholin (NCBI accession number QEG07170), signal-arrest-release (SAR) endolysin (NCBI accession number QEG07171), and unimolecular spanin (GenBank accession number QEG07172) are directly related to the T1 lysis cassette (21) .
Data availability. The genome sequence and associated data for phage Sweeny were deposited under GenBank accession number MK931443, BioProject accession number PRJNA222858, SRA accession number SRR8869234, and BioSample accession number SAMN11360432.
